Text S1 - Curated sequences of PGTG peptides using a comparative approach as described in Table S2.

>PGTG_06567.2
MLHPEgYTTVPSASISQAVLKSYDAIIVGAGIAGSALAFALTDPSRNRTGKSIPSVLLIERDLRQPDRIVGELLQPGGCLAVKRLGLRD
CLDEIEAVEVNGYGVYWGTDASQITQLALPYPPESVPMAWKDGALWNGKSPKGQAPRQOGRSFHHGRFVQRLRWKAHSRPTVTVLQATV
TDLIRCPKTDHVIGVTVKSAEEETVSFFAPINFIMDGCFSKFRRIIAPDGFKQPTVRSHEVGLLLOQTPAPFDCIPLPGHGHVILRKKDP
AADQPVVDGELGVGPVLVYQIGTGETRMLVDVPGAKVPSISNGSLHSYLERQVGPILPRSLLETFHATLDSNDPADRLRVMPNSYLPPH
ROEGHGGVILMGDSMNMRHPLTGGGMTVALLDVEIISNLLGDLDDFEDWKAIEDRLAIWHQQRKSTSTCINVLAQALYSLFGAEDDNLE
ILKEGCFKYFELGGKRVSDPISLLSALIPSPLLLEFYHFFSVAFYAIWIFTQONGVQINKMFQILWTACVTILPVLWAEC*

>PGTG_15040.2
MNNRSVSGPRLPPGSRPKAIHIQKQIPSSSLAAITRRTLLLTIFSALFIGVYRWADAIKSRWYIFDPSELHKITLEAIERYPNSTSAVI
HHIVQSFESQPTLKPYITANPFPDPSPQAVSAYPSEWVEFNNAGGAMGAMYITHASITEYLIVFGTPIGTEGHTGRHTADDYFNILAGQQ
TAFAAGSLEAEVYRKGSVHHLRRGQVKQYKMPDGGCWALELAQGWIPPMLPFGLADSVEFSTVDLITIYHTIRITAREITIRNLLAGKI*

>PGTG _07202.2
SSLIDELIEFIGSFSTFNQILIYFLLSITSIISINIFNQLAIPKDPTTPPVVFHLFPFIGSAVSYGIDPYAFLESCRKKYGNVFTFVLL
NKKVTVALGLEGNALILNGKLSQVNAEEAYTAL

GAP IN GENOMIC DNA SEQUENCING
PKTQQAVKDCFKVASEITICTASATLQGPEVREGLNKSFANLYHDLDGGFTPLHFAFPNLPLPSYRRRDRAQVAMRNEFYMNIIQKRRED
NREGQLGDMIDSLQGQTYKDGRPLTDKEIAHIMIALLMAGQHTSAATGSWLLLHLASRPDIVAELRQEQIEVFGKPGQTDDKELDPLDL
ERVQSPLMLACIKEVLRLHPPIHSIMRKVKSPITVPRTLASHNEDTPYIIPSSNEVLAAPGASQIDPAIWSSPHEFEPSRWLKLTSPFK
AGGGETQEEMVDYGFGMISSGANSPFLPFGAGRHRCIGEQFAYLQLSTLGATVIRNCELELVSNQFPKPDYTTMLVCPIKPRDVKETRR
NTHS*

> PGTG _06567.2
MRIHCIGRGSIGSLLCFHLQSITPITLLLRSRQAQHRRSIPTLSIQLEQODRTRTATGFTYEFLNKQQQQPIESLIVTTKAPHVLESLQ
RVRHRLSANSTVLLLHNGLGVVEELIETCFQEPSSRPTEFVLATTSHGVYRIDKGLPGTQAGSHGRFCHAGLGDIRLGVLPNTTIRNCLE
RLRGHSNQPSSNDDSQSLODDNPLLNPHSRTKPVLEEHLPDIEPETRSLHYTLSSLLNPLMVKELNTKWLPMGDFQTSALIKLTVNAAT
NPISALLETRNEALYRESSFESLCRQVCQEASAVFAAQAGQPFRPHHSLSAPNLQRVVNDIVLATRANISSMCSDIRTLATNRISPHKT
LSKANLNRIAASQAPIKIPNYQSLISGQEEKSVKETSTEIDYINGYICRLGSQFNVDTPLNQSLSDLIKLKSVAIKRAQVLPKLQRVNR
RLKINRPEDNPATPDQLDLFEKPENNPGSHQLDLFEKPENNHLADNQASVVDKS*

> PGTG 11438.2 - PGTG_11439.2
MDIILDLADQLILDCCWSRIFPIQLNDLKRPNPSLPLASEFSKPRITTVTTONQPNQANISYSSVEDCYFTCGSQAFQYQADRKLSITEV
VNSNLTEFNFGAHHQRCLSRFGRDHIFRQSVSIFVIIFMGISFMYFFLSSLSYFFIFDHRLKKHPKFLKNQIKLEILCALKAIGPIDILA
LPLHLAQVRGHSKLYTHVSDIKGVSGFRLFKPILDFFKLTEKFQDDDSWHQLRATQPTSRLSPYPMLDNIVKRISLALRKTFHHNFGGG
WEYFIFSYFLFLYITIHRIEHHPVLYKRIHKTHHKWVIPTPFASYAFHPVDGFLQSMPYHIFVFIFPFHRFLYLFAFLEVTVWTILIHDS
ELIVGHRLEDYINGPTHHTLHHLYFNCNFGQYFTWTDKLESTYRNPEVDDKSTLDLAQQKSTIRKNKEMVLEKDYQ

>PGTG_17808.2
MKQVIBSVIGTGGPNPPRRDEKSADQQYSEKSGAYQASNHQNLIPGKFNPDADPHTHYEFGGPWGSLGLMILFPCLMYYFFICLWCYDG
KLSRPDSLHPTEITIRWSSEFWQLIKLHTRPTWSATYLYMGLLIHQVALAWYMPGVPQEGLPIPSLNGGKLSYYCNALCSWYATLATVEV
LHSVLRVVRLGDVFDQLGHLMTIATIFGFAISLEFYYVLPILQGQAVRMSGNHIYDFFMGAALSPKIGHIDVKLFAEVRIPWVLLFITIAV
AGSVKQYETIGYVTPNSLEMVYGTGLY INACAKGEECIPLTWDMAYEKWGWLLSFWNFAGVAFTYCHSVIYITNQPPSKYHEFSTWSYVA
LYLTYTAAYYVEDTSNSQKARFKMENDSKSQITSRIYGFPQLSYGTLKNPKVLVVGNGDRKLLIDGWWAVCRHPNYTADFIQALCWAAC
SGTGSLIPYFYPAFFLVMILHRCTRNFERCSKKYGKSWDEYCSLVPYSFIPGVI

> PGTG _08907.2
MSRVALELSFVGPLLLSKFLLESFERNPSFLDRLVVFCLSWPIAREIRLRLEQRDLRARASSRGALLAPLVSSPLPFGLSVLLTRLRMI
HSGSPGDVIHLENSRVPKPIHPDQPTKVFRSRVMGVETIWTIDHDDAKYFLSTGFPNFGKSPLFKAGFRRLLGDGVFASDQRGLWAWHR
SLTRPHFVRERIADVVAMEEHSHRVATWLSTQTDLGKSVDIQDIFARYTLTVGTQHLFGRCVDSLNDLIHDRIQTGPNAADFAQNEVAA
QHWAIINSLLLHPLLISLGFRIRDRATEEVRQVVDTLVQODASLSLASQIKKNNESDSSDQAEGGTASENLLDHLLTSGCSKELVRQECL
NILLAARDTTASLLSSCIYELARDSPRKTAMWRKLKDEVERLGSGIDVTLDQVRELKYLRAVLNESLRLHPPVWANTRHAFEDDVLPSG
VEVPAGTDCRFFIREFQRNPEVWGKDAEEFDPDRWIDSRKALQVKDPEFSFQPFSAGPRICLGQQFALAEASMMMIRVIEGFEGVDLDLS
DGPVGAEAPAVVLSFRGGLKVRFKK

>PGTG_12360.2
MTNNPKPSWAGPLGSTDPSRWHLQPVPDEDQAVWTYDSSPDRNLGAQSFQSKYWLSRHSKSPALPDPEGDPLQAAKNGFEFYKKLQMPD
GHWSGEFSGPLFLTPGMVIACYITKTPLAEEVKIELARRFANDQRQGONVRDRGWGLHTAGKSTVFGTVLNYVACRLLGIDAEHTMMVR
ARATLHALGGATGIPTWGKVWLALLGVYDWEGVNPVPPELWLLPEILPLHPWRWWVHSRQVYLPISYLCGKRLQAQSDPTLDSLRKELY
TOQPYESIDWPRCRNLIAKEDLYSPRHPIANGLFWILGYWEKICPSSIRNLGLNRAHELCKMEDENTDENDLAPVNKVLNLIVCWDRYGP
ESDELRRHQLKLKNFMWMNKDGMGMSATNGSQLWDLGFITQALVESGLAKTEEPSTQDSVIRALOQWIDRCQILENPKHFKSGYRHQSKG
AWPFSTKSQSYTVSDCTAEALKSVLCLOQEELSYTPKLISKERLCLAVDVILSLONPNGGFASYELIRGPSWLEYLSPAEVEFGKTMIEVN
YPECTTACLTAMSLEFSQYYPDYRAPEISRARQAAIKFIHSAQRDDGSWYGSWGVCFTYATMFALESLSLNNETYKNSLLVKKACRFLLD
ROMDDGGWGESFKSCEQGVYIHHQTSQVFQTAWAVLALLAAKYPEPEPIQRACRLIISRQTADGOQWLDGAIEGVENKTTSVTYPHYKFA
WSISALGKAHKRFPDVQW

>PGTG_02889.2
MAFQPKKIIVIGGEGFLGHNLVQTLHRTYPDSTISSLDLTKRFPDCKDEEPRKEQGQAENQETNNTHQFIQADLTSLDSLLEAFQQTEP



ELVFHTASPWSGSSSEICEKVNIQGTLNTIAACLKEFGVQRLVYTSSAGVVENGNDLINVDERLPVPKIGCDPYNTSKARAEAIVLEANG
KDSLLTCAIRPAGIFGPGDRQAIPGLIEVLKTRKHGVQIGGNTNLEFDWTYVDNVVHAHILAAEKLDRVVPLGEFSTSLSPISKTVERRN
LLTSGSKAEEDDSSMGGTDEVSLVDLSTSSKDAESYNPTGWIQGHEGMVDQAVPAKRHRWDQWAPISTQINYPDDQVRVAGEAFFVTGG
EPVFFWDFARAVWHEYAAHSPQAKALNLDPKPRFTIVIPTFLALFLASLAQLFAKLTNSTTLEFTPEKVRYTSASKYHNIEKARVVLGYE
PLIGIHEGIQKAVQWYISNESLTQSSQTSDKKID

> PGTG _19538.2
METKNPESTGGGLHPPDTMKIPRLYQAELLEEAKKRNIIIRADTGTGKTFVALSLITWIAAQSPANHDDHRIQAFLAPTRPLAHQQAEY
IQKHCTLRVKAYTGDLOQPELWNIDKWHSELNEVDVIVSTAQVSLLIFDEAHHCRKNHIYNQIMRSHYHRLAKDPTVRLPKILGLTASPI
WNYKDLERADSDIKSLQSALAAQIYEVKTHTEDVCQHNFKPNEKVVYFEPSPEFEKNSHPPWDQINQLLSLHASPKMIAAMESVSLELG
TYAHSLAVLDWLKSLLTVGASNQAMPGRLLDPNKQKQIREVIQELEELVNIDDIPETQFSSKVAVLNKILVSYKEKDNHDNFLCIVFVE
RROHAQLLPFLLERNAQLKGFLRPTALTGHAGGNVNDLIGIKMDSRTONKAVAKFRTGEYNLTIATSVAEEGLDFRSCRVVIREFDLITT
WKGYIQSRGRARARESDYIVMLPNGTTNKYLEFTGKEEQLKAALYNRPEDELIEEGEEEWTPQLICQLAGGKESILTYSAATSLLNDVC
QLIPPDEFLPVVAPQYEITWLGDNFQCQVTLPPMAALHPSQRTFTGLAMATKKDAKRSAAFEACKVLRELDVLNQHFLPQREGKSAQIC
DADGREIEATPLSDQVEAIIPNVYGDFRTSTEIWLHKFSFPDDSPDGFSTMGLLCARHLTVPDGLQLFDHYTDSRPLPITIEQSKRIQW
GODDAPTNLQRLETFSRVVMOQAAINRKAYEGKLYFLVAPLLRDTCEIDWNLVDTPMIPLSDTADSLRYONTIAPIRHLHYRIFDTCEPA
GDISEASPPQSVPACPSMRDFCKKISKFHNLGHFYKVVYDLKEEQFQGELVYLETTFHVLNNLSKSESTVVQPHRILLPLKLCKGTHIP
RSMWKVESYLPSLTRLLHDSLOQATTLFKRLDFPTISLLHGIQALTPPGGGVPWDYQTLETLGDAFLKLATSVHVYLSHLKKGEGDMSHV
RSRSVDNAYLRRKAIQANLPASILSQRFRTDRFRDPQTEDGKELPNGNFSRKIPKRVLSDVVEALLGAGFLTGGIELGLKIGTALDLCE
GGTAPWSERPVNIGLESITHDALEPSTLLKCQALEEKIGYVFKEKLLLVQALTHRSANSFMTNCYEREEWLGDAVIDMWIVEHAYKRFD
HATAEELTLARAKVVSNGSLGFLALKKLGLQEIIMHASENFEQACTEAIEAIKPFAKIEEYFSTIDNLEFVVFDPPKILNDVLEAIVGAV
FVDSGFNLQSAYRTLDIIFEDVIPGLSRLVARDPLSTMLRLRDQYQCAELRRISEPNPNGETKDPISVKVCRIELHGQEIASGRHKSSA
SVAEQRASLEALKVLQEPPSESPTSHSVWSTCQCKTLAVAATTLASSNLAKSKV



